Bacteriophage Magnus infects Klebsiella pneumoniae, a Gram-negative pathogen whose multidrug-resistant strains are a public health issue. Here, we describe the annotation of the 157,741-bp Magnus genome and its similarity to other myophages.
By BLASTp and progressiveMauve analyses, Magnus has 75.15% nucleotide identity to, and shares 146 similar proteins with, Klebsiella phage 0507KN21 (GenBank accession number AB797215) (17) . Magnus also shares 172 proteins with Serratia phage vB_Sru_IME250 (GenBank accession number KY073123) and Shigella phage Ag3 (GenBank accession number FJ373894), all classified within the Ackermannviridae. Additionally, Magnus contains at least 27 genes with significant amino acid similarity to type phages T4 (GenBank accession number NC_000866) and K (GenBank accession number KF766114), including core structural and replication proteins. The large terminase gene (NCBI accession number QEG07939) harbors an intein element.
Data availability. The genome sequence and associated data for phage Magnus were deposited under GenBank accession number MN045230, BioProject accession number PRJNA222858, SRA accession number SRR8869229, and BioSample accession number SAMN11360383.
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